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SEQUENCE LISTING 
<110> Bayer AG, BHC 

<120> Diagnostics and Therapeutics for Diseases Associated with 
PHOSPHODIESTERASE IB (PDEIB) 

<130> Le A 36 620 

<160> 5 

<170> Patentin version 3.1 

<210> 1 

<211> 2255 

<212> DNA 

<213> Homo sapiens 

<400> 1 

gccagccgca gaccgtggct gagcatggag ctgtcccccc gcagtcctcc 
gaggagtcgg attgcccgtc acccctggag ctgaagtcag cccccagcaa 
attaagcttc ggtctctgct gcgctacatg gtgaagcagt tggagaatgg 
attgaggagc tgaagaaaaa tctggagtac acagcttctc tgctggaagc 
gatgagacac ggcaaatctt ggacacggag gacgagctgc aggagctgcg 
■gtgccttcgg aggtgcggga ctggctggcc tccaccttca cccagcaggc 
ggccgccgalg cagaggagaa gcccaagttc cgaagcattg tgcacgctgt 
atcttcgtgg aacggatgtt ccggagaaca tacacctctg tgggccccac 
gcggttctca actgtctcaa gaacctggat ctctggtgct ttgatgtctt 
caggcagcag atgaccatgc cctgaggacc attgtttttg agttgctgac 
ctcatcagcc gcttcaagat tcccactgtg tttttgatga gtttcctgga 
acaggctatg ggaagtacaa gaatccttac cacaaccaga tccacgcagc 
cagacagtcc attgcttctt gctccgcaca gggatggtgc actgcctgtc 
ctcctggcca tcatctttgc tgcagctatc catgattatg agcacacggg 
agcttccaca tccagaccaa gtcagaatgt gccatcgtgt acaatgatcg 
gagaatcacc acatcagctc tgttttccga ttgatgcagg atgatgagat 
atcaacctca ccaaggatga gtttgtagaa ctccgagccc tggtcattga 
gccacagaca tgtcctgcca tttccagcaa gtgaagacca tgaagacagc 
ctggagagga ttgacaagcc caaggccctg tctctactgc tccatgctgc 
cacccaacca agcagtggtt ggtccacagc cgttggacca aggccctcat 
ttccgtcagg gtgacaagga ggcagagttg ggcctgccct tttctccact 
acttccactc tagtggcaca gtctcagata gggttcatcg acttcattgt 
ttctctgtgc tgactgacgt ggcagagaag agtgttcagc ccctggcgga 
aagtctaaaa accagcccag ctttcagtgg cgccagccct ctctggatgt 
gaccccaacc ctgatgtggt cagctttcgt tccacctggg tcaagcgcat 
aagcagaaat ggaaggaacg ggcagcaagt ggcatcacca accagatgtc 
ctgtccccct gtgaagaaga ggccccccca tcccctgccg aagatgaaca 
gggaatctgg attagccctg gggctggccc aggtcttcat tgagtccaaa 
tcatcagcac catccatcag gactggctcc cccatctgct ccaagggagc 
aagaaacaac ccacctgaag gccaaatgcc agagatttgg ggttggggaa 
cccacctgac acccactggg gtgcacttta atgttccggc agcaagactg 
ggctcccagt ggtcactgtg cccatccctc agcctctgga ttctcttcat 
ctgccaggga gcggggagct tcctggaggc ttcccagggc cttggggaag 
gccagccccc tgggacctcc cccatccttt ttgcctccaa gtttctaagc 
gggggttccc tcagcccccc accccagatc ttagctggca ggtctgggtg 
tcccctggga agggctggaa taggatagaa agctgggggt tttcagagcc 
ggaggggagt ggattccttc agggcatggt acctttctag gatctgggaa 
aggacatcct cttcacccca gaattgcggg aattc 

<210> 2 

<211> 536 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Glu Leu Ser Pro Arg Ser Pro Pro Glu Met Leu Glu Glu Ser Asp 
1 5 . 10 15 • 

Cys Pro Ser Pro Leu Glu Leu Lys Ser Ala Pro Ser Lys Lys Met Trp 
20 25 30 



ggagatgctg 


60 


gaagatgtgg 


120 


ggagataaac 


180 


cgtctacata 


240 


gtcagatgcc 


300 


ccgggccaaa 


360 


gcaggctggg 


420 


ttactctact 


480 


ttccttgaac 


540 


tcggcataac 


600 - 


tgccttggag 


660 ; 


cgatgttacc 


720 


ggagattgag 


780 


cactaccaac 


840 


ttcagtgctg 


900 


gaacattttc 


960 


gatggtgttg 


1020 


cttgcaacag 


1080 


tgacatcagc 


1140 


ggaggaattc 


1200 


ctgtgaccgc 


1260 


ggagcccaca 


1320 


tgaggactcc 


1380 


ggaagtggga 


1440 


tcaggagaac 


1500 


cattgacgag 


1560 


caaccagaat 


1620 


gtgtttgatg 


1680 


gtggtcgtgg 


1740 


agggcccctc 


1800 


gggaacttca 


1860 


ggccaggtgg 


1920 


ggtcagagat 


1980 


aatacatttt 


2040 


ccccttttcc 


2100 


ctatgtgtgg 


2160 


tggggtggag 


2220 



wo 2004/080270 



PCT/EP2004/002065 



He 


Lys 


Leu Arg Ser 


Leu 


Leu 


Arg 






35 






40 


Gly 


Glu 


He Asn He 


Glu 


Glu 


Leu 




50 






55 




Ser 


Leu 


Leu Glu Ala 


Val 


Tyr 


He 


65 






70 




Thr 


Glu 


Asp Glu Leu 


Gin 


Glu 


Leu 






85 








Val 


Arg 


Asp Trp Leu 


Ala 


Ser 


Thr 






100 








Gly 


Arg 


Arg Ala Glu 


Glu 


Lys 


Pro 






115 






120 


Val 


Gin 


Ala Gly He 


Phe 


Val 


Glu 




130 






135 




Ser 


Val 


Gly Pro Thr 


Tyr 


Ser 


Thr 


145 






150 






Leu 


Asp 


Leu Trp Cys 


Phe 


Asp 


Val 






165 








Asp 


His 


Ala Leu Arg 


-Thr 


He 


Val 






180 








Leu 


He 


Ser Arg Phe 


Lys 


He 


Pro 






195 






200 


Asp 


Ala 


Leu Glu Thr 


Gly 


Tyr 


Gly 




210 






215 




Gin 


He 


His Ala Ala 


Asp 


Val 


Thr 


225 






230 






Arg 


Thr 


Gly Met Val 


His 


Cys 


Leu 




245 








He 


Phe 


Ala Ala Ala 


.He 


His 


Asp 






260 






Ser 


Phe 


His He Gin 


Thr 


Lys 


Ser 






275 




280 


Arg 


Ser 


Val Leu Glu 


Asn 


His 


His 




290 






295 




Gin 


Asp 


Asp -Glu Met 


Asn 


He 


Phe 


305 






310 






Val 


Glu 


Leu Arg Ala 


Leu 


Val 


He 






325 








Ser 


Cys 


His Phe Gin 


Gin 


Val 


Lys 






340 






Leu 


Glu 


Arg He Asp Lys 


Pro 


Lys 






355 






360 


Ala 


Asp 


He Ser His 


Pro 


Thr 


Lys 




370 






375 




Thr 


Lys 


Ala Leu Met 


Glu 


Glu 


Phe 


385 






390 






Glu 


Leu 


Gly Leu Pro 


Phe 


Ser 


Pro 






405 








Val 


Ala 


Gin Ser Gin 


He 


Gly 


Phe 






420 






Phe 


Ser 


Val Leu Thr Asp 


Val 


Ala 






435 






440 


Asp 


Glu 


Asp Ser Lys 


Ser 


Lys 


Asn 




450 






455 




Pro 


Ser 


Leu Asp Val 


Glu 


Val 


Gly 


465 






470 




Phe 


Arg 


Ser Thr Trp Val 


Lys 


Arg 






485 








Lys 


Glu 


Arg Ala Ala 


Ser 


Gly 


He 






500 








Leu 


Ser 


Pro Cys Glu 


Glu 


Glu 


Ala 






515 






520 


His 


Asn 


Gin Asn Gly Asn 


Leu 


Asp 




530 






535 



-2- 



Tyr 


Met 


Val 


Lys 


Gin Leu Glu 


Asn 










45 




Lys 


Lys 


Asn 


Leu 


Glu Tyr Thr 


Ala 








60 






Asp 


Glu 


Thr Arg 


Gin He Leu 


Asp 






75 






80 


Arg 


Ser 


Asp Ala 


Val Pro Ser 


Glu 




90 






95 




Phe 


Thr 


Gin 


Gin 


Ala Arg Ala 


Lys 


105 








110 




Lys 


Phe 


Arg 


Ser 


He Val His 


Ala 










125 




Arg 


Met 


Phe Arg 


Arg Thr Tyr 


Thr 








140 






Ala 


Val 


Leu 


Asn 


Cys Leu Lys 


Asn 






155 






160 


Phe 


Ser 


Leu 


Asn 


Gin Ala Ala 


Asp 




170 






175 


Phe 


Glu 


Leu 


Leu 


Thr Arg His 


Asn 


185 








190 




Thr 


Val 


Phe 


Leu 


Met Ser Phe 


Leu 










205 




Lys 


Tyr 


Lys 


Asn 


Pro Tyr His 


Asn 








220 






Gin 


Thr 


Val 


His 


Cys Phe Leu 


Leu 






235 






240 


Ser 


Glu 


He 


Glu 


Leu Leu Ala 


He 




250 






255 




Tyr 


Glu 


His 


Thr 


Gly Thr Thr 


Asn 


265 








270 




Glu 


Cys 


Ala 


He 


Val Tyr Asn 


Asp 










285 




He 


Ser 


Ser 


Val 


Phe Arg Leu 


Met 








300 




He 


Asn 


Leu 


Thr 


Lys Asp Glu 


Phe 






315 






320 


Glu 


Met 


Val 


Leu 


Ala Thr Asp 


Met 




330 






. 335 




Thr 


Met 


Lys 


Thr 


Ala Leu Gin 


Gin 


345 






350 




Ala 


Leu 


Ser 


Leu 


Leu Leu His 


Ala 










365 




Gin 


Trp 


Leu 


Val 


His Ser Arg 


Trp 








380 






Phe 


Arg 


Gin Gly 


Asp Lys Glu 


Ala 






395 






400 


Leu 


Cys 


Asp' Arg 


Thr Ser Thr 


Leu 




410 






415 




He 


Asp 


Phe 


He 


Val Glu Pro 


Thr 


425 






430 




Glu 


Lys 


Ser 


Val 


Gin Pro Leu 


Ala 










445 




Gin 


Pro 


Ser 


Phe 


Gin Trp Arg 


Gin 








4 60 






Asp 


Pro 


Asn 


Pro 


Asp Val Val 


Ser 






475 






480 


He 


Gin 


Glu 


Asn 


Lys Gin Lys 


Trp 




490 






• 495 




Thr 


Asn 


Gin 


Met 


Ser He Asp 


Glu 


505 








510 




Pro 


Pro 


Ser 


Pro 


Ala Glu Asp 


Glu 










525 





<210> 3 
<211> 19 
<212> DNA 
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"3- 



<213> 



artificial sequence 



<220> 
<223> 



forward primer 



<400> 3 

tgtggaagtg ggagacccc 



19 



<210> 4 

<211> 19 

<212> DNA 

<213> artificial sequence 
<220> 

<223> reverse primer 

<400> 4 

ctgaatgcgc ttgacccag 19 

<210> 5 

<211> 27 

<212> DNA ' 

<213> artificial sequence 
<220> 

<223> probe 



<400> 5 

accctgatgt ggtca'gcttt cgttcca 



27 



